(Pyridin-2-yl)methyl 6-bromo-2-oxo-1- [(pyridin-2-yl) In the central dihydroquinoline unit of the title compound, C 22 H 16 BrN 3 O 3 , the dihydropyridinone and benzene rings are inclined to one another by 2.0 (1) , while the outer pyridine rings are almost perpendicular to the plane of the dihydroquinoline ring system. The conformation of the molecule is partially determined by an intramolecular C-HÁ Á ÁO hydrogen bond. In the crystal, molecules stack along the b-axis direction through a combination of C-HÁ Á ÁN and C-HÁ Á ÁO hydrogen bonds and -stacking interactions involving the dihydroquinoline units, with a centroid-to-centroid distance of 3.7648 (15) Å .
Structure description
The quinolone ring system is present in an important class of compounds that are not only of theoretical interest but that also display anti-fungal (Musiol et al., 2006) , anticancer (Elderfield et al., 1960) and antimicrobial (Musiol et al., 2010) properties. They also act as HIV-1 integrase inhibitors (Bé nard et al., 2004) . Quinolone derivatives are also widely used as corrosion inhibitors for metals in acid environments (Eddy et al., 2010) . In recent years, research has focused on examining the pharmacological and biological effects of existing molecules and their modifications in order to reduce unwanted side effects. As a continuation of our work on the development of N-substituted quinolone derivatives and evaluating their potential pharmacological activities (Filali Baba et al., 2016a,b) , we have used the condensation reaction of 2-(bromomethyl)pyridine hydrobromide with 6-bromo-1,2-dihydro-2-oxoquinoline-4-carboxylic acid under phasetransfer catalysis conditions using tetra-n-butylammonium bromide (TBAB) as the data reports catalyst and potassium carbonate as a base, to synthesize the title compound (Fig. 1) in good yield.
The dihydroquinoline unit deviates slightly from planarity, as indicated by the dihedral angle of 2.0 (1) between the mean planes of its constituent rings. The N2 and N3 pyridyl rings make dihedral angles of 89.05 (7) and 84.07 (7) , respectively, with the C1/C6-C9/N1 ring system. The conformation of the molecule is partially determined by an intramolecular C5-H5Á Á ÁO2 hydrogen bond (Table 1, Fig. 1 ).
In the crystal, molecules stack along the b-axis direction through a combination of C2-H2Á Á ÁN2
i , C10-H10AÁ Á ÁO1 i and C17-H17BÁ Á ÁN3 ii hydrogen bonds (Table 1) as well asstacking interactions between the C1-C6 ring in one molecule and the C1/C6-C9/N1 ring in an adjacent molecule (Fig. 2) . The dihedral angle between the two stacked rings is 1.95 (13) and the distance between their centroids is 3.7648 (15) Å . The packing is shown in Fig. 3 . Table 1 Hydrogen-bond geometry (Å , ). The title molecule with the labeling scheme and 50% probability ellipsoids. The intramolecular C-HÁ Á ÁO hydrogen bond is shown as a dashed line. Computer programs: APEX3 and SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a) , SHELXL2014 (Sheldrick, 2015b) , DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008 
Synthesis and crystallization
A solution of 0.5 g (1.86 mmol) of 6-bromo-1,2-dihydro-2-oxoquinoline-4-carboxylic acid in 15 ml dimethylformamide (DMF) was mixed with 1.04 g (4.1 mmol) of 2-(bromomethyl)pyridine hydrobromide, 0.77 g (5.58 mmol) of K 2 CO 3 and 0.12 g (0.37 mmol) of TBAB. The reaction mixture was stirred at room temperature for 6 h. After removal of salts by filtration, the DMF was evaporated under reduced pressure and the residue obtained was dissolved in dichloromethane. The organic phase was dried over Na 2 SO 4 and then concentrated in vacuo. The resulting mixture was chromatographed on a silica-gel column (eluent: ethyl acetate-hexane 1:3 v/v). The product was obtained in 81% yield and was crystallized by slow evaporation from an ethanol solution.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Two reflections obscured by the nozzle of the low-temperature unit were omitted from the final refinement.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Hatoms attached to carbon were placed in calculated positions (C-H = 0.95 -0.99 Å) and included as riding contributions with isotropic displacement parameters 1.2 times those of the attached atoms. Two reflections obscured by the nozzle of the low temperature unit were omitted from the final refinement. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

